23 607 mRNAs filtered by length were used for this analysis. Wilcoxon rank-sum test (when alternative hypothesis was "less") was used for P value calculation between 5' UTR and CDS, CDS and 3' UTR. P values were shown in the corresponding region.
(B) Average DMS reactivity around the alternative splice sites between 88 724 spliced and 5 862 unspliced events in 5' splice site and 88 724 spliced and 6 035 unspliced events in 3' splice site. 
(B) Comparison of gel reactivity (top) and relative DMS reactivity (bottom) in rice and
Arabidopsis. In the sequence alignment, mismatches are highlighted in a green background, best matches are highlighted in a purple background, and the region with highly conserved in vivo RNA secondary structure is marked in white. Pairwise alignments were performed in EMBOSS Needle.
PCC and P value were shown in the corresponding region. Supplemental Figure 7 Two individual examples for two kinds of relationship between sequence identity and structure similarity. High sequence identity and high structure similarity (group-1) (A) and low sequence identity and low structure similarity (group-4) (B) exhibit two kinds of relationship between sequence identity and structure similarity. The results in rice are coloured with red and the ones in Arabidopsis with blue. The reactivity is compared based on the sequence alignment of selected regions. Best matched regions are coloured in a light purple background, the mismatches on A and C in a green background, and the mismatches on G and U in a yellow background. Arc diagrams were shown to compare in vivo RNA secondary structure in the selected regions. 
